. Statistical enrichment analysis for significantly changed genes in FRDA fibroblasts. Plots were generated from the PANTHER statistical enrichment test tool using the list of 3,788 significantly changed genes and their associated log2 ratio values. (A) Genes mapped to the PANTHER Protein Class categories microtubule binding motor protein (PC00156) and microtubule family cytoskeletal protein (PC00157) are plotted in red and blue, respectively, with the overall distribution of expression for the 3,788 genes shown in green. (B) Genes mapped to the PANTHER GO-Slim Biological Process categories DNA repair (GO: 0006281) and DNA replication (GO: 0006260) are plotted in red and blue, respectively, with the overall distribution of expression for the 3,788 genes shown in green. (C) The normalized DESeq counts were used to generate an expression heatmap for 58 genes mapped to microtubule family cytoskeletal protein (PC00157). The CTRL and FRDA fibroblast samples are arranged hierarchically. (D)
The normalized DESeq counts were used to generate an expression heatmap for 52 genes mapped to DNA replication (GO: 0006260). The CTRL and FRDA fibroblast samples are arranged hierarchically. (E) The normalized DESeq counts were used to generate an expression heatmap for 24 genes mapped to microtubule binding motor protein (PC00156). The CTRL and FRDA fibroblast samples are arranged hierarchically.
(F) The normalized DESeq counts were used to generate an expression heatmap for 62 genes mapped to DNA repair (GO: 0006281). The CTRL and FRDA fibroblast samples are arranged hierarchically.
Disease Models & Mechanisms • Supplementary information
Disease Models & Mechanisms 10: doi:10.1242/dmm.030536: Supplementary information 

